In the title compound, C 26 H 27 N 5 O, the piperazine ring adopts a chair conformation. The pyrimidine ring makes a dihedral angle of 1.5 (1) with the methoxyphenyl ring and 33.1 (1) with the quinoline ring system. In the crystal, molecules are consolidated in the crystal packing by weak C-HÁ Á Á interactions andstacking interactions.
Structure description
Quinoline derivatives are important owing to their wide occurrence in natural products and in biologically active compounds (Markees et al., 1970; Campbell et al., 1988; Kalluraya & Sreenivasa, 1998) . The pyrimidine nucleus also plays an important role in the medicinal chemistry and is reported to possess a broad spectrum of biological activities such as antimicrobial, anti-inflammatory, anthelmintic, anti HIV, antitubercular properties (Prasad et al., 2008; Vaidya & Mathias 2005; Virsodia et al., 2008) . In a continuation of structural studies of these derivatives (Sharma et al., 2017; Kaiser et al., 2009; Prasath et al., 2010) the title compound was investigated.
In the title molecule ( Fig. 1) , bond lengths are comparable with those in related structures (Prasath et al., 2010 (Prasath et al., , 2011 Sharma et al., 2017) . The piperazine ring adopts a chair conformation with best mirror plane passing through atoms N4 and N5 [asymmetry parameter C s (N4) = 1.03] and the best twofold rotational axis bisecting the N4-C25 and N5-C23 bonds [asymmetry parameter C 2 (N5-C25) = 1.27; Duax & Norton, 1975] . The quinoline ring system is essentially planar with a maximum deviation of 0.0583 (1) Å for atom C21. The methoxyphenyl ring makes a dihedral angle of 1.5 (1) with the pyrimi-data reports dine ring while the dihedral angle between the pyrimidine ring and quinoline ring system is 33.1 (1) .
In the crystal,stacking interactions are observed between the pyrimidine ring and methoxyphenyl ring [centroid-centroid separation = 3.628 (1) Å , interplanar spacing = 3.588 Å and centroid shift = 0.54 Å ; symmetry code: 1 À x, Ày, Àz]. Weak C-HÁ Á Á interactions are also observed ( Table 1) . The above interaction combine to assemble the molecules into a three-dimensional network (Fig. 2 ).
Synthesis and crystallization
(2E)-3-[2-(4-Methylpiperazin-1-yl)quinolin-3-yl]-1-(4-methoxyphenyl)prop-2-en-1-one (1 g, 0.0026 mmol), acetamidine hydrochloride (243 mg, 0.0026 mmol) and NaOH (309 mg, 0.0077 mmol) were refluxed for 12 h in ethanol. The progress of reaction was monitored by thin layer chromatography. After the completion of reaction, the reaction mixture was poured into water and extracted with ethyl acetate. The organic layer was washed with water, dried and concentrated under vacuum using a rotary evaporator. The compound was purified by column chromatography by using 60-120 mesh silica gel and it was recrystallized from an ethyl acetatepetroleum ether mixture (7:3 v:V).
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Table 1 Hydrogen-bond geometry (Å , ).
Cg1, Cg2 and Cg3 are the centroids of the C15-C20, C8-C10/N2/C11/N2 and C2-C7 rings, respectively. Symmetry codes: (i) x À 1; y; z À 1; (ii) x; Ày þ 1 2 ; z þ 1 2 ; (iii) x þ 1; y; z þ 1.
Figure 2
Part of the crystal structure. Only H atoms involved in the C-HÁ Á Á interactions are shown. Computer programs: CrysAlis PRO (Oxford Diffraction, 2010), SHELXS97 (Sheldrick, 2008) , SHELXL2016 (Sheldrick, 2015) and PLATON (Spek,2009 ).
Figure 1
The molecular structure of the title compound. Displacement ellipsoids are drawn at the 40% probability level. H atoms are shown as small spheres of arbitrary radii.
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Data collection
Oxford Diffraction Xcalibur Sapphire3 diffractometer Radiation source: fine-focus sealed tube Detector resolution: 6.1049 pixels mm -1 ω scans Absorption correction: multi-scan (CrysAlis RED; Oxford Diffraction, 2010) T min = 0.776, T max = 1.000 9015 measured reflections 4461 independent reflections 2193 reflections with I > 2σ(I) Special details Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. All H atoms were positioned geometrically and were treated as riding on their parent C atoms, with C-H distances of 0.93-0.97 Å; and with U iso (H) = 1.2U eq (C), except for the methyl groups where U iso (H) = 1.5U eq (C).
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
